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<210> 1 
<211> 1851 
<212> DNA 
<213> HUMAN 



<220> 

<223> HUMAN FULL - LENGTH MIST CDNA CLONE #8 - NUCLEIC 
ACID SEQUENCE 



<400> 1 

cctagagcca gcagagtcca ggctgctgtt aacaacttca tgtccccgtg ggtagcaggc 60 
aggtgcttct gtctgatctg gctctccttg accactgtac tcatcaaata gaccaagatc 12 0 
cccagagtcc aagatcctta caagggggcc agaaagggat gagctttctg aagaagcact 18 0 
gatgtaaaat accaggaatt ttgacatcga agaagatttt tgtgatggca gctgggattt 24 0 
ggccataatc tagaagacac atggtgaata cagttgcaag tcatttagtc atatttcttg 300 
ctaaattgct gtgtcttcaa tggctgaatt gaagatccct cttacccgcc aggtgccaag 360 
aactatgaac aggcagggca atagaaagac aactaaagaa ggatccaacg atttgaaatt 42 0 
ccagaacttc agtctgccaa aaaacaggtc atggcctcgc atcaatagtg ccacaggcca 480 
gtaccagagg atgaacaagc ctcttctaga ctgggaaaga aactttgctg cagtcctgga 54 0 
tggagcaaaa ggccacagtg atgatgacta tgatgaccct gagcttcgga tggaagagac 600 
atggcagtcg attaaaattt taccagcccg gcctataaag gaatctgaat atgcagatac 660 
acactatttc aaggttgcaa tggacactcc ccttccgtta gacaccagga cctctatctc 720 
cattggacag ccgacctgga acacacagac gaggttggaa agagtggaca aacccabttc 780 



1 



EL 912 003 539 US 



caaggacgtc agaagccaaa acattaaagg 
tttaccacct cctcggcctc tcataacact 
gccggagagc agcaggccac ctttatctca 
gcccagtcag ataagcttaa gggacttaag 
taaccagagg aagcctgaat caactcatct 
acttgccatt agcagttctt cattcacgac 
tagaggaggc atgcagccct gttctcctca 
tcacgaaaat atactgccct ataaatacac 
tgatagaaag gatgtccagc acaatgaatg 
ggaagaggca ttcatgaagg agaacaagga 
aaaatccaag gaagagccct atgttttggc 
aaaaatccgc ttcctggaga ggaatcagca 
tgagaagttt gattcagtag aagacatcat 
aattgatggg aaagataaaa ctggggtcca 
ccctctcacc agacacctct tgcctctgta 
ggattcagcg cttccattgt tttcattgat 
gacaactttt ttaactttgg agaaaagaaa 
tcacggtttt gaaagttcaa accacagaga 



agatgcatcc gtaagaaaga acaagattcc 840 
tccgaagaag taccaaccct tgccccctga 900 
gagacacacc tttccagaag tccagagaat 960 
tgaggtcctt gaagcagaaa aagttcctca 1020 
gttagaaaac caaaatactc aagagattcc 1080 
aagcaaccac agtgtgcaaa acagagatca 1140 
gagatgccag cctccagcca gctgcagccc 12 00 
aagctggaga ccacctttcc ccaaaaggtc 1260 
gtacattgga gaatacagcc gccaggcagt 132 0 
tggtagtttc ttggtccgag attgttccac 1380 
tgtgttttat gagaacaaag tctacaatgt 1440 
gtttgccctg gggacaggac tcagaggaga 15 0 0 
cgaacactac aagaattttc ccattatact 1560 
caggaaacag tgtcacctca ctcagccact 1620 
gcctggtctt tgtgttatct ttggtttact 1680 
ttcaaaagtt tattttctgt gccttcaagg 174 0 
aacactctat aacagagagt ggaaaatcac 18 00 
aaatatttat aacatgcaaa a 1851 



<210> 2 
<211> 443 
<212> PRT 
<213> HUMAN 

<220> 

<223> HUMAN FULL-LENGTH MIST CDNA CLONE #8, TRANSLATED 
AMINO ACID SEQUENCE 

<400> 2 

Met Ala Glu Leu Lys lie Pro Leu Thr Arg Gin Val Pro Arg Thr Met 
15 10 15 

Asn Arg Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn Asp Leu 
20 25 30 

Lys Phe Gin Asn Phe Ser Leu Pro Lys Asn Arg Ser Trp Pro Arg lie 
35 40 45 

Asn Ser Ala Thr Gly Gin Tyr Gin Arg Met Asn Lys Pro Leu Leu Asp 
50 55 60 

Trp Glu Arg Asn Phe Ala Ala Val Leu Asp Gly Ala Lys Gly His Ser 
65 70 75 80 

Asp Asp Asp Tyr Asp Asp Pro Glu Leu Arg Met Glu Glu Thr Trp Gin 
85 90 95 



2 



Ser lie Lys lie Leu Pro Ala Arg Pro lie Lys Glu Ser Glu Tyr Ala 
100 105 110 



Asp Thr His Tyr Phe Lys Val Ala Met Asp Thr Pro Leu Pro Leu Asp 
115 120 125 

Thr Arg Thr Ser He Ser He Gly Gin Pro Thr Trp Asn Thr Gin Thr 
130 135 140 

Arg Leu Glu Arg Val Asp Lys Pro He Ser Lys Asp Val Arg Ser Gin 
145 150 155 160 

Asn He Lys Gly Asp Ala Ser Val Arg Lys Asn Lys He Pro Leu Pro 
165 170 175 

Pro Pro Arg Pro Leu He Thr Leu Pro Lys Lys Tyr Gin Pro Leu Pro 
180 185 190 

Pro Glu Pro Glu Ser Ser Arg Pro Pro Leu Ser Gin Arg His Thr Phe 
195 200 205 

Pro Glu Val Gin Arg Met Pro Ser Gin He Ser Leu Arg Asp Leu Ser 
210 215 220 

Glu Val Leu Glu Ala Glu Lys Val Pro His Asn Gin Arg Lys Pro Glu 
225 230 235 240 

Ser Thr His Leu Leu Glu Asn Gin Asn Thr Gin Glu He Pro Leu Ala 
245 250 255 

He Ser Ser Ser Ser Phe Thr Thr Ser Asn His Ser Val Gin Asn Arg 
260 265 270 

Asp His Arg Gly Gly Met Gin Pro Cys Ser Pro Gin Arg Cys Gin Pro 
275 280 285 

Pro Ala Ser Cys Ser Pro His Glu Asn He Leu Pro Tyr Lys Tyr Thr 
290 295 300 

Ser Trp Arg Pro Pro Phe Pro Lys Arg Ser Asp Arg Lys Asp Val Gin 
305 310 315 320 

His Asn Glu Trp Tyr He Gly Glu Tyr Ser Arg Gin Ala Val Glu Glu 
325 330 335 

Ala Phe Met Lys Glu Asn Lys Asp Gly Ser Phe Leu Val Arg Asp Cys 
340 345 350 



3 



Ser Thr Lys Ser 
355 

Asn Lys Val Tyr 
370 

Phe Ala Leu Gly 
385 

Glu Asp lie lie 



Gly Lys Asp Lys 
420 

Pro Leu Pro Leu 
435 



Lys Glu Glu Pro 
360 

Asn Val Lys lie 
375 

Thr Gly Leu Arg 
390 

Glu His Tyr Lys 
405 

Thr Gly Val His 



Thr Arg His Leu 
440 



Tyr Val Leu Ala 



Arg Phe Leu Glu 
380 

Gly Asp Glu Lys 
395 

Asn Phe Pro lie 
410 

Arg Lys Gin Cys 
425 

Leu Pro Leu 



Val Phe Tyr Glu 
365 

Arg Asn Gin Gla 

Phe Asp Ser Val 
400 

lie Leu lie Asp 
415 

His Leu Thr Gin 
430 



<210> 3 
<211> 2335 
<212> DNA 
<213> HUMAN 

<220> 

<223> HUMAN MIST SPLICE VARIANT cDNA CLONE #7, NUCLEIC 
ACID SEQUENCE 

<400> 3 

gtcagacctc tcaggtctgt ggctgcattt cacaggaaac caagtctaaa acggacctat 60 
caggaggttt tctgctgaag ggcactgctt agcatcgaga agaattcaac ccaccgcctt 12 0 
actaatttcc agtgccccaa ggtctctgca ctgccgcccc tcctcacagg agacggacac 180 
ctcagcctag atcccttggt gctctccacg ctgttcaggc tgaattgaag atccctctta 240 
cccgccaggt gccaagaact atgaacaggc agggcaatag aaagacaact aaagaaggat 3 00 
ccaacgattt gaaattccag aacttcagtc tgccaaaaaa caggtcatgg cctcgcatca 360 
atagtgccac aggccagtac cagaggatga acaagcctct tctagactgg gaaagaaact 42 0 
ttgctgcagt cctggatgga gcaaaaggcc acagtgatga tgactatgat gaccctgagc 480 
ttcggatgga agagacatgg cagtcgatta aaattttacc agcccggcct ataaaggaat 540 
ctgaatatgc agatacacac tatttcaagg ttgcaatgga cactcccctt ccgttagaca 600 
ccaggacctc tatctccatt ggacagccga cctggaacac acagacgagg ttggaaagag 660 
tggacaaacc catttccaag gacgtcagaa gccaaaacat taaaggagat gcatccgtaa 72 0 
gaaagaacaa gattccttta ccacctcctc ggcctctcat aacacttccg aagaagtacc 780 
aacccttgcc ccctgagccg gagagcagca ggccaccttt atctcagaga cacacetttc 840 
cagaagtcca gagaatgccc agtcagataa gcttaaggga cttaagtgag gtccttgaag 900 
cagaaaaagt tcctcataac cagaggaagc ctgaatcaac tcatctgtta gaaaaccaaa 960 
atactcaaga gattccactt gccattagca gttcttcatt cacgacaagc aaccacagtg 102 0 
tgcaaaacag agatcataga ggaggcatgc agccctgttc tcctcagaga tgccagcctc 1080 
cagccagctg cagccctcac gaaaatatac tgccctataa atacacaagc tggagaccac 1140 



4 



ctttccccaa aaggtctgat agaaaggatg 
acagccgcca ggcagtggaa gaggcattca 
tccgagattg ttccacaaaa tccaaggaag 
acaaagtcta caatgtaaaa atccgcttcc 
caggactcag aggagatgag aagtttgatt 
attttcccat tatactaatt gatgggaaag 
acctcactca gccactccct ctcaccagac 
ttatctttgg tttactggat tcagcgcttc 
ttctgtgcct tcaagggaca acttttttaa 
gagagtggaa aatcactcac ggttttgaaa 
tgcaaaaaat aaaaacattc tagtaactgg 
gggttttaaa agtatcttct aaaaaacaac 
gctcatgata caggcgagca gcaaagggca 
agtgcaagac aagtctatgg gaaattccca 
cctttatgtc agttgttggg ccttacatat 
agatgctggg ctgggtgcgg tgcctcatgc 
tggacagatc acgaggtcag gagatcaaga 
tctactaaaa atacaaaaaa tcagctgggc 
tcgggaggct gaggcaggag aatggtgtga 
aatcgcgcca ctgcactcca atccagcctg 



tccagcacaa tgaatggtac attggagaat 12 0 0 
tgaaggagaa caaggatggt agtttcttgg 12 60 
agccctatgt tttggctgtg ttttatgaga 1320 
tggagaggaa tcagcagttt gccctgggga 13 8 0 
cagtagaaga catcatcgaa cactacaaga 144 0 
ataaaactgg ggtccacagg aaacagtgtc 1500 
acctcttgcc tctgtagcct ggtctttgtg 1560 
cattgttttc attgatttca aaagtttatt 1620 
ctttggagaa aagaaaaaca ctctataaca 16 80 
gttcaaacca cagagaaaat atttataaca 1740 
ccactggaaa ataaataaaa ataaaaacta 1800 
aacaaaaaat actataaaca tagccattat 1860 
ccagaagctg ttgcttaaat gtttgcagtc 1920 
aatctgtgct ctttacagga cactgcgctg 1980 
atacaatgtg tggatgattt cttacactaa 2040 
ctgtaatccc agcactttgg gaggctgagg 2100 
ccatcctggc taacatggtg aaaccccatg 2160 
gtggtggtgg gtgcctgtag tcccagctac 2220 
acccgggagg cggagcttgc agtgagccga 22 80 
gggacagaga gactccgtct caaaa 233 5 



<210> 4 
<211> 428 
<212> PRT 
<213> HUMAN 

<220> 

<223> HUMAN MIST SPLICE VARIANT CLONE #7, AMINO ACID 
SEQUENCE 

<400> 4 

Met Asn Arg Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn Asp 
15 10 15 

Leu Lys Phe Gin Asn Phe Ser Leu Pro Lys Asn Arg Ser Trp Pro Arg 
20 25 30 

lie Asn Ser Ala Thr Gly Gin Tyr Gin Arg Met Asn Lys Pro Leu Leu 
35 40 45 

Asp Trp Glu Arg Asn Phe Ala Ala Val Leu Asp Gly Ala Lys Gly Kis 
50 55 60 

Ser Asp Asp Asp Tyr Asp Asp Pro Glu Leu Arg Met Glu Glu Thr Trp 
65 70 75 80 

Gin Ser lie Lys lie Leu Pro Ala Arg Pro lie Lys Glu Ser Glu Tyr 
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85 90 95 

Ala Asp Thr His Tyr Phe Lys Val Ala Met Asp Thr Pro Leu Pro Leu 
100 105 110 

Asp Thr Arg Thr Ser lie Ser He Gly Gin Pro Thr Trp Asn Thr Gin 
115 120 125 

Thr Arg Leu Glu Arg Val Asp Lys Pro He Ser Lys Asp Val Arg Ser 
130 135 140 

Gin Asn He Lys Gly Asp Ala Ser Val Arg Lys Asn Lys He Pro Leu 
145 150 155 160 

Pro Pro Pro Arg Pro Leu He Thr Leu Pro Lys Lys Tyr Gin Pro Leu 
165 170 175 

Pro Pro Glu Pro Glu Ser Ser Arg Pro Pro Leu Ser Gin Arg His Thr 
180 185 190 

Phe Pro Glu Val Gin Arg Met Pro Ser Gin He Ser Leu Arg Asp Leu 
195 200 205 

Ser Glu Val Leu Glu Ala Glu Lys Val Pro His Asn Gin Arg Lys Pro 
210 215 220 

Glu Ser Thr His Leu Leu Glu Asn Gin Asn Thr Gin Glu He Pro Leu 
225 230 235 240 

Ala He Ser Ser Ser Ser Phe Thr Thr Ser Asn His Ser Val Gin Asn 
245 250 255 

Arg Asp His Arg Gly Gly Met Gin Pro Cys Ser Pro Gin Arg Cys Gin 
260 265 270 

Pro Pro Ala Ser Cys Ser Pro His Glu Asn He Leu Pro Tyr Lys Tyr 
275 280 285 

Thr Ser Trp Arg Pro Pro Phe Pro Lys Arg Ser Asp Arg Lys Asp Val 
290 295 300 

Gin His Asn Glu Trp Tyr He Gly Glu Tyr Ser Arg Gin Ala Val Glu 
305 310 315 320 

Glu Ala Phe Met Lys Glu Asn Lys Asp Gly Ser Phe Leu Val Arg Asp 
325 330 335 

Cys Ser Thr Lys Ser Lys Glu Glu Pro Tyr Val Leu Ala Val Phe Tyr 
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340 



345 



350 



Glu Asn Lys Val 
355 

Gin Phe Ala Leu 
370 

Val Glu Asp lie 
385 

Asp Gly Lys Asp 



Gin Pro Leu Pro 
420 



Tyr Asn Val Lys 
360 

Gly Thr Gly Leu 
375 

lie Glu His Tyr 
390 

Lys Thr Gly Val 
405 

Leu Thr Arg His 



lie Arg Phe Leu 



Arg Gly Asp Glu 
380 

Lys Asn Phe Pro 
395 

His Arg Lys Gin 
410 

Leu Leu Pro Leu 
425 



Glu Arg Asn Gin 
365 

Lys Phe Asp Ser 



lie lie Leu lie 
400 

Cys His Leu Thr 
415 



<210> 5 
<211> 2540 
<212> DNA 
<213> HUMAN 

<220> 

<22 3> HUMAN MIST FULL - LENGTH cDNA SEQUENCE OF SPLICE 
VARIANT CLONE #12, NUCLEIC ACID SEQUENCE 

<400> 5 

ggctgctgtt aacaacttca tgtccccgtg ggtagcaggc aggtgcttct gtctgatctg 60 
gctctccttg accactgtac tcatcaaata gaccaagatc cccagagtcc aagatcctta 12 0 
caagggggcc agaaagggat gagctttctg aagaagcact gatgtaaaat accaggaatt 18 0 
ttgacatcga agaagatttt tgtgatggca gctgggattt ggccataatc tagaagacac 24 0 
atggtgaata cagttgcaag tcatttagtc atatttcttg ctaaattgct gtgtcttcaa 300 
tggggcaata gaaagacaac taaagaagga tccaacgatt tgaaattcca gaacttcagt 3 60 
ctgccaaaaa acaggtcatg gcctcgcatc aatagtgcca caggccagta ccagaggatg 420 
aacaagcctc ttctagactg gatttggcag cttgaccatt tattatcgca cagtggatgc 4 80 
aatcagaagt ctgggcacag catggctcaa ctagttcccc tgttctgggt ctcacaagac 540 
tgaaagcaac atgctggcag ggctgcattc tcctccaggg gctctgaaga ggaacttgct 600 
tccagattct ttcaggaaag aaactttgct gcagtcctgg atggagcaaa aggccacagt 660 
gatgatgact atgatgaccc tgagcttcgg atggaagaga catggcagtc gattaaaatt 720 
ttaccagccc ggcctataaa ggaatctgaa tatgcagata cacactattt caaggttgca 780 
atggacactc cccttccgtt agacaccagg acctctatct ccattggaca gccgacctgg 840 
aacacacaga cgaggttgga aagagtggac aaacccattt ccaaggacgt cagaagccaa 900 
aacattaaag gagatgcatc cgtaagaaag aacaagattc ctttaccacc tcctcggcct 960 
ctcataacac ttccgaagaa gtaccaaccc ttgccccctg agccggagag cagcaggcca 1020 
cctttatctc agagacacac ctttccagaa gtccagagaa tgcccagtca gataagctta 1080 
agggacttaa gtgaggtcct tgaagcagaa aaagttcctc ataaccagag gaagcctgaa 1140 
tcaactcatc tgttagaaaa ccaaaatact caagagattc cacttgccat tagcagttct 12 0 0 
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tcattcacga caagcaacca cagtgtgcaa 
tgttctcctc agagatgcca gcctccagcc 
tataaataca caagctggag accacctttc 
cacaatgaat ggtacattgg agaatacagc 
gagaacaagg atggtagttt cttggtccga 
tatgttttgg ctgtgtttta tgagaacaaa 
aggaatcagc agtttgccct ggggacagga 
gaagacatca tcgaacacta caagaatttt 
actggggtcc acaggaaaca gtgtcacctc 
ttgcctctgt agcctggtct ttgtgttatc 
ttttcattga tttcaaaagt ttattttctg 
gagaaaagaa aaacactcta taacagagag 
aaccacagag aaaatattta taacatgcaa 
ggaaaataaa taaaaataaa aactagggtt 
aaaatactat aaacatagcc attatgctca 
agctgttgct taaatgtttg cagtcagtgc 
gtgctcttta caggacactg cgctgccttt 
atgtgtggat gatttcttac actaaagatg 
atcccagcac tttgggaggc tgaggtggac 
ctggctaaca tggtgaaacc ccatgtctac 
ggtgggtgcc tgtagtccca gctactcggg 
ggaggcggag cttgcagtga gccgaaatcg 
agagagactc cgtctcaaaa 



aacagagatc atagaggagg catgcagccc 12 60 
agctgcagcc ctcacgaaaa tatactgccc 132 0 
cccaaaaggt ctgatagaaa ggatgtccag 13 8 0 
cgccaggcag tggaagaggc attcatgaag 144 0 
gattgttcca caaaatccaa ggaagagccc 15 0 0 
gtctacaatg taaaaatccg cttcctggag 15 60 
ctcagaggag atgagaagtt tgattcagta 162 0 
cccattatac taattgatgg gaaagataaa 1680 
actcagccac tccctctcac cagacacctc 174 0 
tttggtttac tggattcagc gcttccattg 1800 
tgccttcaag ggacaacttt tttaactttg 1860 
tggaaaatca ctcacggttt tgaaagttca 192 0 
aaaataaaaa cattctagta actggccact 1980 
ttaaaagtat cttctaaaaa acaacaacaa 2040 
tgatacaggc gagcagcaaa gggcaccaga 210 0 
aagacaagtc tatgggaaat tcccaaatct 2160 
atgtcagttg ttgggcctta catatataca 2220 
ct gggctggg tgcggtgcct catgcctgta 22 80 
agatcacgag gtcaggagat caagaccatc 234 0 
taaaaataca aaaaatcagc tgggcgtggt 24 00 
aggctgaggc aggagaatgg tgtgaacccg 2460 
cgccactgca ctccaatcca gcctggggac 2520 

2540 



<210> 6 
<211> 353 
<212> PRT 
<213> HUMAN 

<220> 

<223> HUMAN MIST SPLICE VARIANT CLONE #12, TRANSLATED 
AMINO ACID SEQUENCE 

<400> 6 

Met Glu Glu Thr Trp Gin Ser lie Lys lie Leu Pro Ala Arg Pro ale 
15 10 15 

Lys Glu Ser Glu Tyr Ala Asp Thr His Tyr Phe Lys Val Ala Met Asp 
20 25 30 

Thr Pro Leu Pro Leu Asp Thr Arg Thr Ser lie Ser lie Gly Gin Pro 
35 40 45 

Thr Trp Asn Thr Gin Thr Arg Leu Glu Arg Val Asp Lys Pro lie Ser 
50 55 60 

Lys Asp Val Arg Ser Gin Asn lie Lys Gly Asp Ala Ser Val Arg Lys 
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65 



70 



75 



80 



Asn Lys lie Pro 



Lys Tyr Gin Pro 
100 

Ser Gin Arg His 
115 

Ser Leu Arg Asp 
130 

Asn Gin Arg Lys 
14 5 

Gin Glu lie Pro 



His Ser Val Gin 
180 

Pro Gin Arg Cys 
195 

Leu Pro Tyr Lys 
210 

Asp Arg Lys Asp 
225 

Arg Gin Ala Val 



Phe Leu Val Arg 
260 

Leu Ala Val Phe 
275 

Leu Glu Arg Asn 
290 

Glu Lys Phe Asp 
305 

Pro He He Leu 



Leu Pro Pro Pro 
85 

Leu Pro Pro Glu 



Thr Phe Pro Glu 
120 

Leu Ser Glu Val 
135 

Pro Glu Ser Thr 
150 

Leu Ala He Ser 
165 

Asn Arg Asp His 



Gin Pro Pro Ala 
200 

Tyr Thr Ser Trp 
215 

Val Gin His Asn 
230 

Glu Glu Ala Phe 
245 

Asp Cys Ser Thr 



Tyr Glu Asn Lys 
280 

Gin Gin Phe Ala 
295 

Ser Val Glu Asp 
310 

He Asp Gly Lys 



Arg Pro Leu He 
90 

Pro Glu Ser Ser 
105 

Val Gin Arg Met 



Leu Glu Ala Glu 
140 

His Leu Leu Glu 
155 

Ser Ser Ser Phe 
170 

Arg Gly Gly Met 
185 

Ser Cys Ser Pro 



Arg Pro Pro Phe 
220 

Glu Trp Tyr He 
235 

Met Lys Glu Asn 
250 

Lys Ser Lys Glu 
265 

Val Tyr Asn Val 



Leu Gly Thr Gly 
300 

He He Glu His 
315 

Asp Lys Thr Gly 



Thr Leu Pro Lys 
95 

Arg Pro Pro Leu 
110 

Pro Ser Gin He 
125 

Lys Val Pro His 



Asn Gin Asn Thr 
160 

Thr Thr Ser Asn 
175 

Gin Pro Cys Ser 
190 

His Glu Asn He 
205 

Pro Lys Arg Ser 



Gly Glu Tyr Ser 
240 

Lys Asp Gly Ser 
255 

Glu Pro Tyr Val 
270 

Lys He Arg Phe 
285 

Leu Arg Gly Asp 



Tyr Lys Asn Phe 
320 

Val His Arg Lys 
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325 



330 



335 



Gin Cys His Leu Thr Gin Pro Leu Pro Leu Thr Arg His Leu Leu Pro 
340 345 350 



Leu 



<210> 7 
<211> 8 
<212> PRT 
<213> HUMAN 

<220> 

<22 3> PHOSPHOPEPTIDE DERIVED FROM THE SEQUENCE OF HUMAN 
SLP-76 

<220> 

<221> MOD_RES 
<222> (3) 

<223> PHOSPHORYLATION; TYR IN POSITION #3 IS 
PHOSPHORYLATED . 

<400> 7 

Asp Asp Tyr Glu Ser Pro Asn Asp 
1 5 



<210> 8 

<211> 21 

<212> DNA 

<213> HUMAN 

<220> 

<22 3> PRIMER PY474 
<400> 8 

tggtacattg gagaatacag 2 0 



<210> 9 
<211> 19 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY475 

10 
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<400> 9 

gctgattcct ctccaggaa 



19 



<210> 10 
<211> 30 
<212> DNA 
<213> HUMAN 

<220> 

<223> OLIGO PY471 
<400> 10 

gtggaagagg cattcatgaa ggagaacaag 



30 



<210> 11 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY641 
<400> 11 

gtaaggatct tggactctgg 



<210> 12 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY642 
<400> 12 

ctccatccag gactgcagca 



<210> 13 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY64 3 



11 



<400> 13 

ggtgaataca gttgcaagtc 

<210> 14 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<22 3> PRIMER PY644 
<400> 14 

gagcttcgga tggaagagac 

<210> 15 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY64 5 
<400> 15 

tacatgtgcc atgctggtgc 



<210> 16 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<22 3> PRIMER PY646 
<400> 16 

ctggaggctg gcatctctga 



<210> 17 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY64 7 



<400> 17 

agtggctgag tgaggtgaca 



<210> 18 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<22 3> PRIMER PY64 8 
<400> 18 

acttgtcttg cactgactgc 



<210> 19 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY649 
<400> 19 

cactgagtga gctgatatgg 

<210> 20 
<211> 21 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY650 
<400> 20 

aggcagtgga agaggcattc 

<210> 21 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<2 23> PRIMER PY651 



<400> 21 

ttgcctctgt agcctggtct 



20 



<210> 22 
<211> 20 
<212> DNA 
<213> HUMAN 

<220> 

<223> PRIMER PY652 
<400> 22 

tacaggacac tgcgctgcct 20 



<210> 23 
<211> 18 
<212> PRT 
<213> HUMAN 

<400> 23 

Val Leu Asp Gly Ala Lys Gly His Ser Asp Asp Asp Tyr Asp Asp Pro 
15 10 15 

Glu Leu 



<210> 24 
<211> 18 
<212> PRT 
<213> HUMAN 

<400> 24 

Lys lie Leu Pro Ala Arg Pro lie Lys Glu Ser Glu Tyr Ala Asp Thr 
15 10 15 

His Tyr 



<210> 25 
<211> 17 
<212> PRT 
<213> HUMAN 



14 



<400> 25 

Arg Asp Cys Ser Thr Lys Ser Lys Glu Glu Pro Tyr Val Leu Ala Val 
15 10 15 



Phe 



<210> 26 
<211> 13 
<212> PRT 
<213> HUMAN 



<400> 26 

Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn Asp 
15 10 



<210> 27 
<211> 13 
<212> PRT 
<213> HUMAN 



<400> 27 

Glu Glu Thr Trp Gin Ser He Lys He Leu Pro Ala Arg 
15 10 



<210> 28 

<211> 13 

<212> PRT 

<213> HUMAN 



<400> 28 

He Lys Gly Asp Ala Ser Val Arg Lys Asn Lys He Pro 
15 10 



<210> 29 

<211> 13 

<212> PRT 

<213> HUMAN 



<400> 29 

Pro Pro Glu Pro Glu Ser Ser Arg Pro Pro Leu Ser Gin 
15 10 
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<210> 30 
<211> 13 
<212> PRT 
<213> HUMAN 

<400> 30 

Ser Arg Pro Pro Leu Ser Gin Arg His Thr Phe Pro Glu 
15 10 



<210> 31 
<211> 13 
<212> PRT 
<213> HUMAN 

<400> 31 

Pro Tyr Lys Tyr Thr Ser Trp Arg Pro Pro Phe Pro Lys 
15 10 



<210> 32 
<211> 13 
<212> PRT 
<213> HUMAN 

<400> 32 

Pro Phe Pro Lys Arg Ser Asp Arg Lys Asp Val Gin His 
15 10 



<210> 33 
<211> 13 
<212> PRT 
<213> HUMAN 

<400> 33 

Leu Val Arg Asp Cys Ser Thr Lys Ser Lys Glu Glu Pro 
15 10 



<210> 34 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 34 

Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn Asp Leu 
15 10 
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<210> 35 
<211> 14 
<212> PRT 
<213> HUMAN 

<400> 35 

Gly Ala Lys Gly His Ser Asp Asp Asp Tyr Asp Asp Pro Glu 
15 10 



<210> 36 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 36 

Thr Trp Asn Thr Gin Thr Arg Leu Glu Arg Val Asp Lys Pro 
15 10 



<210> 37 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 37 

Leu Ser Gin Arg His Thr Phe Pro Glu Val Gin Arg Met Pro 
15 10 



<210> 38 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 38 

Met Pro Ser Gin lie Ser Leu Arg Asp Leu Ser Glu Val Leu 
15 10 



<210> 39 
<211> 14 
<212> PRT 
<213> HUMAN 

<400> 39 



17 



Pro Pro Ala Ser Cys Ser Pro His Glu Asn lie Leu Pro Tyr 
15 10 



<210> 40 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 40 

Asp Cys Ser Thr Lys Ser Lys Glu Glu Pro Tyr Val Leu Ala 
15 10 



<210> 41 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 41 

Asp Glu Lys Phe Asp Ser Val Glu Asp He He Glu His Tyr 
15 10 



<210> 42 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 42 

Asn Arg Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn 
15 10 



<210> 43 
<211> 14 
<212> PRT 
<213> HUMAN 



<400> 43 

Asp Leu Lys Phe Gin Asn Phe Ser Leu Pro Lys Asn Arg Ser 
15 10 



<210> 44 
<211> 14 
<212> PRT 
<213> HUMAN 
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<400> 44 

Phe Ser Leu Pro Lys Asn Arg Ser Trp Pro Arg lie Asn Ser 
15 10 



<210> 45 
<211> 14 
<212> PRT 
<213> HUMAN 

<400> 45 

Ser Phe Thr Thr Ser Asn His Ser Val Gin Asn Arg Asp His 
15 10 



<210> 46 
<211> 16 
<212> PRT 
<213> HUMAN 

<400> 46 

Thr Met Asn Arg Gin Gly Asn Arg Lys Thr Thr Lys Glu Gly Ser Asn 
15 10 15 



<210> 47 
<211> 16 
<212> PRT 
<213> HUMAN 

<400> 47 

Arg Asp His Arg Gly Gly Met Gin Pro Cys Ser Pro Gin Arg Cys Gin 
15 10 15 



<210> 48 
<211> 13 
<212> PRT 
<213> HUMAN 

<400> 48 

Leu Gly Thr Gly Leu Arg Gly Asp Glu Lys Phe Asp Ser 
15 10 



<210> 49 
<211> 38 

19 



<212> DNA 
<213> HUMAN 

<400> 49 

gcagcagcgg ccgcgactat gatgaccctg agcttcgg 

<210> 50 
<211> 36 
<212> DNA 
<213> HUMAN 

<400> 50 

gcagcagtcg accagaggca agaggtgtct ggtgag 

<210> 51 
<211> 36 
<212> DNA 
<213> HUMAN 

<400> 51 

gcagcagcgg ccgcatggct gaattgaaga tccctc 

<210> 52 
<211> 36 
<212> DNA 
<213> HUMAN 

<400> 52 

gcagcagtcg acttcattgt gctggacatc ctttct 
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